In the title compound, C 22 H 25 ClN 2 O, the pyrazole ring exhibits an envelope conformation with the methine C atom as the flap. The benzene rings are twisted by 3.3 (5) and 84.6 (5) from the pyrazole mean plane, and are inclined to each other by 81.4 (4) . In the crystal, pairs of weak C-HÁ Á ÁO hydrogen bonds form centrosymmetric dimers with an R 2 2 (16) graph-set motif. C-HÁ Á Á interactions link the dimers into columns propagating in [100] .
Related literature
For the biological activity of pyrazolines, see: Samshuddin et al. (2012a,b) . For related structures, see: Baktır et al. (2011); Jasinski et al. (2010); Fun et al. (2012a,b) ; Samshuddin et al. (2010 Samshuddin et al. ( , 2012c . For puckering parameters, see: Cremer & Pople (1975) . For a related structure, see: Narayana et al., (2014 Table 1 Hydrogen-bond geometry (Å , ).
Cg is the centroid of the C5-C10 ring. Data collection: CrysAlis PRO (Agilent, 2012); cell refinement: CrysAlis PRO; data reduction: CrysAlis RED (Agilent, 2012); program(s) used to solve structure: SUPERFLIP (Palatinus et al., 2012) ; program(s) used to refine structure: SHELXL2012 (Sheldrick, 2008) ; molecular graphics: OLEX2 (Dolomanov et al., 2009); software used to prepare material for publication: OLEX2. (Samshuddin et al., 2012a,b) . The crystal structure of some pyrazoline derivatives viz., 3,5-bis(4fluorophenyl)-4,5-dihydro-1H-pyrazole-1-carbaldehyde (Baktır et al., 2011) , 3,5-bis(4-fluorophenyl)-1-phenyl-4,5-dihydro-1H-pyrazole (Jasinski et al., 2010) , 5-(4-bromophenyl)-3-(4-fluorophenyl)-1-phenyl-4,5-dihydro-1H-pyrazole, 1-[5-(4-bromophenyl)-3-(4-fluorophenyl)-4,5-dihydro-1H-pyrazol-1-yl] butan-1-one (Fun et al., 2012a,b) and 3,5-bis(4bromophenyl)-1-phenyl-4,5-dihydro-1H-pyrazole, 3,5-bis(4-fluorophenyl)-1-(4-nitrophenyl)-4,5-dihydro-1H-pyrazole (Samshuddin et al., 2010 (Samshuddin et al., , 2012c have been reported. Herein we report the crystal structure of the title compound (I).
In (I) (Fig. 1) , the pyrazole ring exhibits an envelope conformation (puckering parameters Q =0.1957 (19)Å, φ = 314.1 (5)°; Cremer & Pople, 1975) with the methine carbon atom as a flap. Bond lengths are in normal ranges and correspond to those observed in the related structures (Baktır et al., 2011; Jasinski et al., 2010; Fun et al., 2012a,b; Samshuddin et al., 2010 Samshuddin et al., , 2012c . The two benzene rings are twisted at 3.3 (5)° and 84.6 (5)°, respectively, from the pyrazole mean plane, and are inclined to each other at 81.4 (4)°.
In the crystal, a weak C-H···O intermolecular interaction between the phenyl ring and the butan-1-one group is observed forming dimers in an R 2 2 [16] ring-set motif (Fig. 2 ). In addition, weak C-H···π intermolecular stacking interactions (Table 1) are also present and link further these dimers into columns propagated in [100].
Experimental
To a mixture of (2E)-1-(4-chlorophenyl)-3-[4-(propan-2-yl) phenyl] prop-2-en-1-one (2.85 g, 0.01 mol) and hydrazine hydrate (0.5 mL, 0.01 mol) in 30 mL butyric acid was refluxed for 10h ( Fig. 3 ). The reaction mixture was cooled and poured into 50 mL ice-cold water. The precipitate formed was collected by filtration and purified by recrystallization from ethanol. Single crystals were grown from DMF by the slow evaporation method (m.p.: 369-371 K).
Refinement
All H atoms were placed in their calculated positions and refined using the riding model with C-H of 0.95 -1.00 Å.
Isotropic displacement parameters for H atoms were set to 1.2-1.5 times U eq of the parent atom. The idealised Me was refined as a rotating group. 
Special details
Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq Cl1 1.42326 (7) 0.34338 ( 0.0260 (9) 0.0373 (10) 0.0187 (8) −0.0017 (7) −0.0096 (7) −0.0077 (7) C9 0.0262 (9) 0.0375 (10) 0.0265 (9) −0.0091 (7) −0.0086 (7) −0.0113 (8) C10 0.0278 (9) 0.0257 (9) 0.0262 (9) −0.0056 (7) −0.0071 (7) −0.0086 (7) C11 0.0251 (8) 0.0171 (8) 0.0242 (8) −0.0050 (6) −0.0075 (6) −0.0035 (6) C12 0.0322 (9) 0.0251 (9) 0.0261 (9) 0.0016 (7) −0.0163 (7) −0.0042 (7) C13 0.0390 (10) 0.0309 (10) 0.0228 (9) −0.0016 (8) −0.0118 (7) −0.0092 (7) C14 0.0318 (9) 0.0199 (8) 0.0258 (9) −0.0051 (7) −0.0058 (7) −0.0055 (7) C15 0.0271 (9) 0.0199 (8) 0.0281 (9) −0.0027 (6) −0.0116 (7) −0.0033 (7) 
